Urinary tract infection (UTI) is the second most common bacterial infection and important public health problem of human among all age groups from neonate to geriatric. Uropathogenic Escherichia coli (UPEC) accounts for approximately 85% of community acquired UTIs and 50% of hospital acquired UTIs. The current study aimed to investigate dominant CTX-M genotypes among local UPEC isolated from patients with cystitis. Phenotypic detection of Cefotaxime-Resistant Uropathogenic Escherichia coli (CRUPEC) were performed by Kirby-Bauer disk diffusion method (CLSI 2016). The DNA were extracted and investigation of four resistance genes blaCTX-M by a multiplex PCR assay using specific primer pairs. The results of phylogenetic subgrouping of UPEC using multiplex PCR to detect chuA (279bp), yjaA (211bp) and TspE4.C2 (152bp) revealed that among 56 CRUPEC 47(83.93%) were ExPEC (37(66.07%) for B2 3 , 6(10.72%) for B2 2 , 3(5.36%) for D1 and 1(1.78%) for D2). InPEC compile 9(16.07%). Genotypic investigation of cefotaxime resistance among 56 CRUPEC were performed using specific four primer pairs to detect the genotypes of blaCTX-M clusters (I, II, III and IV). Among 65 CRUPEC, 36 (64.28%) were positive for for blaCTX-MI, 38(67.85%) for blaCTX-MII  26(46.43%) for blaCTX-MIII and 18(32.14%) for blaCTX-MIV (Figure 9 ). Concern possessing of isolates for more than one blaCTX-M genotypes were also reported in this study. Our results revealed that blaCTX-M were present in 50 (89.29%) of CRUPEC. Co-existence of more than on genotypes were reported in 38(67.86%). The results displayed that 40(80%) of blaCTX-M positive CRUPEC were belong to group B2, 4(8%) for group D, 3(6%) for group A and 3(6%) for group B1. The current study conclude the presence of blaCTX-M clusters (I, II, III, IV) as a main mechanisim or cefotaxime resistance among CRUPEC and coexistance of multible cluters within same isolates that may leads to emergence of new hybrides of blaCTX-M.
Urinary tract infection (UTI) is the one of the most common bacterial infection in humans and a major cause of morbidity and represent an important public health problem of all ages from neonate to geriatric age group (Mazzariol et al., 2017) . Among of the most common infectious diseases, second ranking after respiratory tract infection is urinary tract infection which involve about 250 million people in developing countries annually. (Piranfar et al., 2014) . It is classified to bladder infection (cystitis) and kidney infection (pyelonephritis), which can be either symptomatic or asymptomatic (Prakasam et al., 2012) . Although diûerent causative agents can be responsible for UTIs, bacteria are the major cause being responsible for more than 95% of UTI cases, The Escherichia coli (E.coli) accounts for approximately 85% of community acquired UTIs and 50% of hospital acquired UTIs (Ahmad et al., 2015) . Clermont GCG ACC TGG TTA ACT ACA ATC C  351  55°C  R  CGG TAG TAT TGC CCT TAA GCC  bla CTX-M-III F  CGC TTT GCC ATG TGC AGC ACC  305  55°C  R GCT CAG TAC GAT CGA GCC bla CTX-M-IV F GCT GGA GAA AAG CAG CGG AG 474 62°C , 2006) . Cefotaxime is one of third generation cephalosporins with broad spectrum activity and regards one of the WHO Model List of Essential Medicines, contains the medications considered to be most effective and safe to meet the most important needs in a health system (WHO, 2015) . It is widely used as post-surgery infection prophylaxis and also used for UTIs. Cefotaxime is one of the extend spectrum cephalosporin that resist hydrolysis by b-lactamase but it is sensitive to one of the extended spectrum b-lactamases (ESBLs). The name 'CTX' is an abbreviation for 'cefotaximase' and refers to the potent hydrolytic activity of these enzymes against cefotaxime. 
MaTerials and MeThods

Bacterial isolates
Fifty six UPEC isolates with confirmed resistance to cefotaxime (according to CLSI, 2016) were selected to study the phylogenetic subgroups using specific primer pairs to amplify chuA, yjaA and TspE2.C4 genes. Genotyping of blaCTX-M were performed using specific four pairs of primers for blaCTX-M-I, blaCTX-M-II, blaCTX-M-III and blaCTX-M-IV groups.
extraction of Genomic dna
Favor Prep TM Genomic DNA Mini Kit (Favorgen/Taiwan) was used to extract genomic DNA from E. coli isolates following the manufacturer's protocol.
Polymerase Chain reaction
Fifty-six isolates were screened for the resistance genes CTX-M by a multiplex PCR assay using specific primer pair (Table 1) . PCR amplification reactions were performed in a volume of 20 ìl containing. The cycling parameters were as follows: an initial denaturation at 94°C for 2 min; followed by 30 cycles of 94°C for 30s, 55°C for 30s, and 72°C for 30s ; and with a final extension at 72°C for 5 min (Clermont et al., 2000; Kiiru et al., 2012) . The amplified PCR products were subjected to electrophoresis at 1.5 % agarose gel in 0.5X TBE buffer. The results of phylogenetic subgrouping of UPEC using multiplex PCR to detect chuA (279bp), yjaA (211bp) and TspE4.C2 (152bp) revealed that among 56 CRUPEC 47(83.93%) were ExPEC (37(66.07%) for B2 3 , 6(10.72%) for B2 2 , 3(5.36%) for D1 and 1(1.78%) for D2). InPEC compile 9(16.07%) ( Table 2 ). The results in accordance with many similar studies, ExPEC compile 80%-94.82% ( Genotypic investigation of cefotaxime resistance among 56 CRUPEC were performed using specific four primer pairs to detect the genotypes of blaCTX-M groups. Multiplex-PCR were used to detect blaCTX-M-I (499bp) and blaCTX-M-III (305bp) while monoplex-PCR for blaCTX-M-II (351bp) and blaCTX-M-IV(474bp) (Figures 1-8) . The results revealed existence of all blaCTX-M genotypes in different percentage: 36 (64.28%) for blaCTX-MI, 38(67.85%) for blaCTX-MII 26(46.43%) for blaCTX-MIII and 18(32.14%) for blaCTX-MIV (Figure 9 ). Concern possessing of isolates for more than one blaCTX-M genotypes were also reported in this study. Our results revealed that blaCTX-M were present in 50 (89.29%) of CRUPEC. Co-existence of more than on genotypes were reported in 38(67.86%) ( Table 3 ). The results displayed that 40(80%) of blaCTX-M positive CRUPEC were belong to group B2, 4(8%) for group D, 3(6%) for group A and 3(6%) for group B1. Our results were roughly similar to those stated by other researcher. Mohajeri et al., (2014) 
